non-specific and are a feature of all normal DNA samples as they do not fall within the predicted size range for positive clonal MGRs. ' polymorphism, or a normal negative result. This phenomenon increased the risk of producing false positive results. In relation to the diagnosis of LGL leukaemia, SB analysis was impractical because the entire assay takes up to two weeks to complete, and when repeat analysis is required (providing sufficient DNA is available) it may take up to a month for a final result. Additional disadvantages include the need to use and dispose of radioactive material, and the overall high cost of the procedure.
PCR resolved many of the problems encountered with SB hybridisation. This technique requires only small quantities of DNA (approximately 50 pg), avoids the need for radiolabelling, and has the advantage of being extremely rapid. Sensitivity studies performed in this study suggest that one clonal cell in approximately 200 or more normal cells (< 0.5%) may be detected using the PCR technique.
The only potential disadvantage of using PCR as a diagnostic technique is that its exquisite sensitivity may lead to false positive results due to contamination of template DNA. However, this may be avoided by the use of a strict set of protocols, "PCR only" allocated equipment, and the use of negative controls for each reaction. We examined TCRI and TCRy gene rearrangements."2 13 Eight of the 12 patients in the present study were positive for TCRI MGRs by PCR, seven (58%) for TCRy, and nine (75%) for at least one of the two types of TCR MGRs. Three patients (25%) had no detectable TCRf or TCRy gene rearrangements. These results suggest that the nine patients with positive TCR clonal gene rearrangements may have LGL leukaemia. However, it must be emphasised that clonality is not always equivalent to malignancy and such results must always be backed up with additional clinical information and diagnostic tests.
In conclusion, provided strict precautions are followed to prevent contamination, PCR analysis may be used as an efficient and practical alternative to SB analysis for detecting monoclonal TCR gene rearrangements when investigating the clonal nature of LGL proliferations. 
